Background: Matrix-assisted laser desorption ionization-time of flight mass spectrometry (MALDI-TOF MS) has been used for the identification of bacteria worldwide. To our knowledge, the evaluation of MALDI-TOF MS for the identification of bacteria in Korea has not been studied. In this paper we compared the identification results of aerobic bacteria using MALDI-TOF MS to those results using conventional biochemical methods. Methods: We evaluated the performance of a MALDI-TOF MS system (Bruker Daltonics, Leipzig, Germany) on consecutive aerobic isolates collected from January to February of 2011 which were identified using conventional methods (biochemical testing and commercial identification kits). Either directly smearing onto the target plate or protein extraction methods were additionally used if no reliable or discordant results were obtained.
Abbreviations: MS, matching at the species level; MG, matching at the genus level; NM, non-matching; NR, not reliable identification.
(5'-CGB GCR TGC ATY TTG TCR T-3')를 사용하여 Mastercycler gradient (Eppendorf, Hamburg, Germany)로 16S rRNA 혹은 rpoB 유전자를 증폭시켰다 [13] . 분석된 염기서열은 EzTaxon server 2.1의 type strain data base와 대조하였고 [14] , CLSI 의 기준 [15] 을 적용하여 판독하였다.
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